ABSTRACT Cucurbit aphid-borne yellows virus (CABYV) was first described in France in 1992 and since then has been reported in various parts of the world, including the United States. Here, we present the first complete genome sequence of a CABYV isolate (BL4) that was collected from pumpkin during the 2017 growing season in Oklahoma.
by joining overlapping sequences to generate the complete genome sequence of CABYV.
After the alignment, the complete genome sequence of the CABYV BL4 isolate is 5,679 nucleotides long (GϩC content, 49.8%). Nucleotide BLAST searches showed that the CABYV BL4 isolate shares 85% to 97% nucleotide and 81% to 96% amino acid sequence identities with the available CABYV complete genomes in the GenBank database. The highest nucleotide (97%) and amino acid (96%) sequence similarities were observed with a Chinese isolate (GenBank accession no. EU000535) (14) .
Data availability. The complete genome sequence of the CABYV BL4 isolate was deposited in GenBank under accession no. MK055337.
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